Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.003 Å; R factor = 0.032; wR factor = 0.089; data-to-parameter ratio = 20.7.
In the title compound, C 20 H 15 BrN 6 O 4 S [symstematic name: 4-({[4-amino-6-(p-bromobenzyl)-5-oxo-4,5-dihydro-1,2,4-triazin-3-yl]sulfanyl}acetyl)-3-phenyl-1,2,3-oxadiazol-3-ium-5olate], the 4,5-dihydro-1,2,4-triazine ring is essentially planar [maximum deviation = 0.020 (1) Å ] and is inclined at dihedral angles of 89.06 (9), 82.21 (8) and 83.98 (8) with respect to the oxadiazol-3-ium, phenyl and benzene rings. The oxadiazol-3ium ring forms dihedral angles of 52.71 (9) and 8.77 (9) , respectively, with the phenyl and benzene rings. In the crystal, the molecules are linked via pairs of intermolecular N-HÁ Á ÁO hydrogen bonds, generating R 2 2 (10) ring motifs and are further linked via intermolecular N-HÁ Á ÁN and weak C-HÁ Á ÁO hydrogen bonds into infinite columns along [100] .
Related literature
For general background to and the biological activity of sydnone derivatives, see: Rai et al. (2008) ; Jyothi et al. (2008) . For standard bond-length data, see: Allen et al. (1987) . For hydrogen-bond motifs, see: Bernstein et al. (1995) . For the stability of the temperature controller used in the data collection, see: Cosier & Glazer (1986 Table 1 Hydrogen-bond geometry (Å , ). Data collection: APEX2 (Bruker, 2009); cell refinement: SAINT (Bruker, 2009); data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008); program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2009). (Rai et al., 2008) . Recently sydnone derivatives were found to exhibit promising antimicrobial properties (Jyothi et al., 2008) . Since their discovery, sydnones have shown diverse biological activities and it is thought that the mesoionic nature of the sydnone ring promotes significant interactions with biological systems. Photochemical bromination of 3-aryl-4-acetylsydnone affords 3-aryl-4 bromoacetylsydnones. Condensation of 4-amino-6-(4-bromobenzyl)-3-sulfanyl-1,2,4-triazin-5(4H)-one with 3-aryl-4-bromoacetylsydnones yields Ssubstituted triazinone derivatives (Jyothi et al., 2008) .
The molecular structure is shown in Fig. 1 . The 4,5-dihydro-1,2,4-triazine ring (N3-N5/C11-C13) is essentially planar [maximum deviation = 0.020 (1) Å at atom N5] and is inclined at angles of 89.06 (9), 82.21 (8) and 83.98 (8) ° with respect to the oxadiazol-3-ium (O1/N1/N2/C7/C8) phenyl (C1-C6) and benzene (C15-C20) rings. The dihedral angles between oxadiazol-3-ium ring (O1/N1/N2/C7/C8) and the phenyl and benzene rings (C1-C6 and C15-C20) are 52.71 (9) and 8.77 (9)°, respectively. The bond lengths (Allen et al., 1987) and angles are within normal ranges.
In the crystal (Fig. 2) , the molecules are linked via pairs of intermolecular N6-H2N6···O4 ii hydrogen bonds (Table   1) , generating R 2 2 (10) ring motifs (Bernstein et al., 1995) and are further linked via intermolecular N6-H1N6···N3 i , N6-H1N6···N4 i and weak C14-H14B···O3 iii hydrogen bonds (Table 1) 
Experimental
To a solution of 4-bromoacetyl-3-phenylsydnone (0.01 mol) and 4-amino-6-(4-bromobenzyl)-3-sulfanyl-1,2,4-triazin-5(4H)-one (0.01 mol) in ethanol, catalytic amount of anhydrous sodium acetate was added. The solution was stirred at room temperature for 2 to 3 h. The solid product that separated out was filtered and dried. It was then recrystallized from ethanol.
Crystals suitable for X-ray analysis were obtained from 1:2 mixtures of DMF and ethanol by slow evaporation.
Refinement
H1N6 and H2N6 were located in a difference Fourier map and were refined freely. The remaining H atoms were positioned geometrically and refined using a riding model with C-H = 0.93 or 0.97 Å and U iso (H) = 1.2 U eq (C). The highest residual electron density peak is located at 0.88 Å from Br1 and the deepest hole is located at 0.72 Å from Br1. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (6) C8 0.0146 (7) 0.0135 (6) 0.0178 (7) 0.0045 (5) 0.0032 (6) 0.0058 (6) supplementary materials sup-5 C9 0.0140 (7) 0.0148 (7) 0.0178 (8) 0.0048 (5) 0.0014 (6) 0.0033 (6) C10 0.0150 (7) 0.0164 (7) 0.0222 (8) 0.0066 (6) 0.0047 (6) 0.0062 (6) C11 0.0131 (7) 0.0158 (7) 0.0162 (7) 0.0061 (5) 0.0059 (5) 0.0070 (6) C12 0.0155 (7) 0.0175 (7) 0.0167 (7) 0.0032 (6) 0.0049 (6) 0.0094 (6) C13 0.0168 (7) 0.0166 (7) 0.0161 (7) 0.0062 (6) 0.0050 (6) 0.0101 (6) C14 0.0190 (8) 0.0161 (7) 0.0219 (8) 0.0021 (6) 0.0040 (6) 0.0071 (6) C15 0.0190 (8) 0.0143 (7) 0.0177 (8) 0.0038 (6) 0.0005 (6) 0.0044 (6) C16 0.0215 (8) 0.0188 (7) 0.0221 (8) 0.0086 (6) 0.0019 (6) 0.0047 (6) C17 0.0310 (9) 0.0177 (7) 0.0216 (8) 0.0094 (7) −0.0017 (7) 0.0062 (6) C18 0.0301 (9) 0.0150 (7) 0.0158 (8) 0.0018 (6) 0.0018 (7) 0.0047 (6) 
